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PIR Pairwise Alignment a _ 



Query squence 1 

>Seql 

MKPRSGLEEAQRRQASDIRVFASSCTMHGLGHIFGPGGLTLRRGLWATAVLLSLAAFLYQ 
VAERVRYYGEFHHKTTLDERESHQLTFPAVTLCNINPLRRSRLTPNDLHWAGTALLGLDP 
AEHAAYLRALGQPPAPPGFMPSPTFDMAQLYARAGHSLEDMLLDCRYRGQPCGPENFTVI 
FTRMGQCYTFNSGAHGAELLTTPKGGAGNGLEIMLDVQQEEYLPIWKDMEETPFEVGIRV 
QLHSQDEPPAIDQLGFGAAPGHQTFVSCQQQQLSFLPPPWGDCNTASLDPDDFDPEPSDP 
LGSPRPRPSPPYSLIGCRLACESRYVARKCGCRMMHMPGNSPVCSPQQYKDCAS PALDAM 
LRKDTCVCPNPCATTRYAKELSMVRIPSRASARYLARKYNRSESYITENVLVLDIFFEAL 
NYJEAVEQPCAAYEVSELLGDIGGQMGLFIGASLLTILEILDYLCEVFQDRVLGYFWNRRSA 
QKRSGNTLLQEELNGHRTHVPHLSLGPRPPTTPCAVTKTLSASHRTCYLVTRL 

Query squence 2 

>Seq2 

mkptsgpeearrqpsdirvf asncsmhglghvf gpgslslrrgmwaaavvlsvat f lyqv 
aervryyrefhhqtaldereshrlvfpavtlcninplrrsrltpndlhwagsallgldpa 
ehaaf Iralgrppappgfmpsptf dmaqlyaraghslddmlldcrf rgqpcgpenf ttif 
trmgkcytf nsgadgaelltttrggmgngldimldvqqeeylpvwrdneetpf evgirvq 
ihsqeeppiidqlglgvspgyqtf vscqqqqlsf lpppwgdcssaslnpnyepepsdplg 
spspspsppytlmgcrlacetryvarkcgcrmvympgdvpvcspqqykncahpaidailr 
kdscacpnpcastryakelsmvripsraaarf larklnrseayiaenvlaldif f ealny 
etvejqkkayemsellgdiggqmglf iga silt i lei Idyl cevf rdkvlgyf wnrqhsqr 
hsstnllqeglgshrtqvphlslgprpptppcavt ktlsashrtcylvtql 



Full length alignments between two sequences 

»Seq2 (531 aa) 

s-w opt: 3201 Z-score: 3924.6 bits: 735.9 E(): 8.5e-217 
Smith-Waterman score: 3201; 83.490% identity (83.804% ungapped) in 533 aa overlap (1-533:1-531) 

10 20 30 40 50 60 

Seql MKPRSGLEEAQRRQASDIRVFASSCTMHGLGHIFGPGGLTLRRGLWATAVLLSLAAFLYQ 



Seq2 MKPTSGPEEA-RRQPSDIRVFASNCSMHGLGHVFGPGSLSLRRGMWAAAVVLSVATFLYQ 
10 20 30 40 50 

70 80 90 100 110 120 

Seql VAERVRYYGEFHHKTTLDERESHQLTFPAVTLCNINPLRRSRLTPNDLHWAGTALLGLDP 



Seq2 VAERVRYYREFHHQTALDERESHRLVFPAVTLCNINPLRRSRLTPNDLHWAGSALLGLDP 
60 70 80 90 100 110 

130 140 150 160 170 180 

Seql AEHAAYLRALGQPPAPPGFMPSPTFDMAQLYARAGHSLEDMLLDCRYRGQPCGPENFTVI 



Seq2 AEHAAFLRALGRPPAPPGFMPSPTFDiyiAQLYARAGHSLDDMLLDCRFRGQPCGPENFTTI 
120 130 140 150 160 170 

190 200 210 220 230 240 

Seql FTRMGQCYTFNSGAHGAELLTTPKGGAGNGLEIMLDVQQEEYLPIWKDMEETPFEVGIRV 



Seq2 FTRMGKCYTFNSGADGAELLTTTRGGMGNGLDIMLDVQQEEYLPVWRDNEETPFEVGIRV 
180 190 200 210 220 230 

250 260 270 280 290 300 

Seql QIHSQDEPPAIDQLGFGAAPGHQTFVSCQQQQLSFLPPPWGDCNTASLDPDDFDPEPSDP 
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Seq2 QIHSQEEPPIIDQLGLGVSPGYQTFVSCQQQQLSFLPPPWGDCSSASLNPN-YEPEPSDP 
240 250 260 270 280 290 

310 320 330 340 350 360 

Seql LGS PRPRPS PP YSLI GCRLACESRYVARKCGCRMMHMPGNS PVCS PQQYKDCAS PALDAM 



Seq2 LGSPS PS PS PP YTLMGCRLACETRYVARKCGCRMVYMPGDVPVCS PQQYKNCAH PAI DAI 
300 310 320 330 340 350 

370 380 390 400 410 420 

Seql LRKDTCVCPNPCATTRYAKELSMVRIPSRASARYLARKYNRSESYITENVLVLDIFFEAL 



Seq2 LRKDSCACPNPCASTRYAKELSMVRIPSRAAARFLARKLNRSEAYIAENVLALDIFFEAL 
360 370 380 390 400 410 

430 440 450 460 470 480 

Seql NYEAVEQKAAYEVSELLGDIGGQMGLFIGASLLTILEILDYLCEVFQDRVLGYFWNRRSA 



Seq2 NYETVEQKKAYEMSELLGDIGGQMGLFIGASLLTILEILDYLCEVFRDKVLGYFWNRQHS 
420 430 440 450 460 470 

490 500 510 520 530 

Seql QKRSGNTLLQEELNGHRTHVPHLSLGPRPPTTPCAVTKTLSASHRTCYLVTRL 



Seq2 QRHSSTNLLQEGLGSHRTQVPHLSLGPRPPTPPCAVTKTLSASHRTCYLVTQL 
* 480 490 500 510 520 530 



Function used was S SEARCH [version 3.4t24 July 21, 2004] 



Back to the top 

Ba ck t o PIR Pa ir w ise Alignment 



http://www-nbrf.georgetown.edu/cgi-bin/pairwise.pl 



5/16/2005 



